SUPPLEMENTARY METHODS
The adult tissue RNA array was obtained from Ambion (FirstChoice Human Total RNA Survey Panel). RNA from human extravillous trophoblast (SGHPL5 cell line) was obtained as described [1, 2] . For isolation of RNA from the hippocampal region of nondemented controls (n = 2, aged 77 and 81) and brains with advanced AD (n = 2, aged 72 and 85), between 50-100 cryostat sections (20 µm each) were cut from each patient sample (obtained through the Netherlands Brainbank) and immediately mixed with RNABee followed by RNeasy isolation including DNase treatment (Qiagen) according to the manufacturer's instructions. STOX1 transcript analysis was performed by quantita- Supplementary Figure 1 . Transactivation of LRRTM3 by STOX1. Quantitative RT-PCR measuring endogenous LRRTM3 transcription in SGHPL5 cells after challenging with either mock (GFP-only construct) or recombinant GFP-STOX1 isoform A. Bars are mean ± SEM. Connecting bracket with ** indicate P < 0.01 compared to mock (t-test).
tive RT-PCR on the ABI 7300 using TaqMan probes and the Superscript II One Step RT-PCR system (InVitroGen) with the inclusion of 1 M betaine and ROX reference dye. In brief, reactions (50 µl) containing 100 ng total RNA were subjected to reverse transcription for 30 min at 50
• C, followed by inactivation of the RT enzyme at 95
• C for 2 min and PCR consisting of 50 cycles with 1 min at 95
• C and 2 min at 60 • C. Forward primers for transcripts A and D, B and E, and C and F were localized in exon 3B, junction of exons 3A and 4, and junction of exons 2 and 4, respectively. Reverse primers for A, B and C and for D, E and F were localized in exon 4 and 5, respectively. The TaqMan probe was complementary to a sequence of exon 4 shared by all transcripts and PCR products. Primer and probe sequences are available upon request. Each sample was measured in triplicate. 
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